We report here the 6,512,057-bp draft genome sequence of Bacillus thuringiensis subsp. aizawai HD133. This strain contains at least 6 cry genes and 13 candidate biosynthetic gene clusters.
genomic DNA extraction or library construction, but the cry2Ab and cry9Ea genes were first detected from the strain.
The antiSMASH tool (http://antismash.secondarymetabolites.org/) was used to find the secondary metabolites in the HD133 genome, and 13 candidate secondary metabolite clusters were identified, including bacteriocins, nonribosomal peptide synthetases (Nrps), lantipeptide-Nrps-type 1 polyketide synthases (zwittermycin A biosynthetic gene cluster), terpenes, siderophores, sactipeptides, and other gene clusters. Accession number(s). This whole-genome shotgun project has been deposited in DDBJ/ENA/GenBank under the accession no. NHZG00000000. The version described in this paper is version NHZG01000000.
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